Celis et al. describe how the genome assembly of a stony coral can be obtained from a sequencing sample of the coral holobiont, also containing symbiont and microbial DNA. The authors first assemble the sample as a metagenome data set, and identify contigs of the eukaryotic host using contig binning techniques designed for microbial metagenomics. Then reads mapped to the host contigs are extracted and reassembled to generate a host-only genome assembly. The authors further evaluate the assembly and show that it meets community standards, and in important aspects is on par with published assemblies of other cnidarians obtained from symbiont-free samples.
I believe that the approach presented by Celis et al. is robust, a good way to overcome the need for tissuefree samples for cnidarians and potentially a range of other organisms, and thus of great value to a broader community. Moreover, the manuscript is well written, and I do not have any issues to report.
A short list of non-issues for which I leave it at the author's discretion whether or not to address them.
I have not had any experience with gsAssembler, and I do not want to get in the "what is the best assembler" discussion, but I'd be curious as to why you chose gsAssembler. I would not have been my first choice (and similar for Ray Meta). My guess is that you could get better results with a combo: metaSPAdes + dipSPAdes.
Have you thought about exploring reads not mapped, or mapping to unbinned contigs in combination with a gap-filling tool or similar to improve contiguity of the assembly. I could see a lot of the assembly gaps being related to reads not mapped to the contigs in your 13 host bins.
Binning is quite sensitive to contig length. I think that this approach could be even more powerful when used in combination with PacBio/Nanopore sequencing. You would get much more long contigs in the initial assembly, therefore better binning, and in turn higher completeness and, in particular, higher contiguity in the host-only assembly.
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